Data description
Sequence analysis of transcriptome sequencing data for Cucurbita maxima phloem sap revealed the presence of 35 contigs showing significant (e-value less than 1e-15) sequence similarity to known primiRNAs of Cucumis melo [1] ; raw data on sequences of identified contigs are presented in Supplementary  Fig. S1 . In a further analysis of the raw data, a relative abundance of each of these contigs in the phloem sap was characterized by the number of primary reads that could be aligned to this contig, read count normalized per 100 nucleotides of contig sequence, and average coverage (Table 1) .
Sequences showing significant (e-value less than 1e-15) sequence similarity to the following C. melo miRNA precursors were not found in C. maxima phloem sap transcriptome: miR156a, miR156b, miR156c, miR156e, miR156f, miR156h, miR156i, miR156j, miR159b, miR160c, miR160d, miR164a, miR164b, miR164c, miR164d, miR166a, miR166c, miR166g, miR166h, miR166i, miR167a, miR167b, miR167d, miR169a, miR169b, miR169c, miR169d, miR169e, miR169f, miR169h, miR169i, miR169j, miR169k, miR169l, miR169m, miR169o, miR169p, miR169q, miR169s, miR169t, miR171a, miR171b, miR171c, miR171d, miR171e, miR171f, miR171g, miR171h, miR172a, miR172c, miR172d, miR172e, miR172f, miR1863, miR2111b, miR390c, miR390d, miR393b, miR393c, miR394a, miR394b, miR395a, miR395b, miR395c, miR395d, miR395e, miR395f, miR396a, miR396c, miR396d, miR396e, miR397, miR398a, miR398b, miR399a, miR399b, miR399c, miR399d, miR399e, miR399f, miR399g, miR408, miR477a, miR477b, miR530a, miR7129, miR7130, miR828, miR845, miR858.
Experimental design, materials, and methods
Transcriptome sequencing data for C. maxima phloem sap (SRX146322) were downloaded using fastq-dump tool of NCBI SRA Toolkit 2.9.0. (http://ncbi.github.io/sra-tools/). Reads quality was checked with FastQC (https://www.bioinformatics.babraham.ac.uk/projects/fastqc/). De novo assembly of phloem sap transcriptome was carried out using SPAdes 3.12.0 [2] in "RNA mode". The obtained C.
Specifications Table   Subject Plant Science Specific subject area miRNA-based regulation of gene expression in plants Type of data Table  How data were acquired Phloem transcriptome was assembled by SPAdes 3.12.0. Contigs containing miRNA precursors were identified by using BLAST. Alignments of primary reads with contigs were performed using Bowtie2. Data format Raw data, analyzed data Parameters for data collection
Database search, dataset selection.
Description of data collection
Transcriptome sequencing data for C. maxima phloem sap were retrieved from NCBI Sequence Read Archive.
Data source location
The dataset is provided in Supplementary Fig. S1 Data accessibility
With the article; raw data are provided in Supplementary Fig. S1 , analyzed data are presented in Table 1 
Value of the Data
This is the first report on the set of pri-miRNAs that are present in the phloem sap. The reported data can be valuable for scientists studying cell-to-cell and phloem transport of RNA and, in general, molecular mechanisms of signalling in plants. These data will be useful for rational, knowledge-based selection of model pri-miRNAs for experimental analyses of molecular mechanism of pri-miRNA transport into SEs and long-distance trafficking via the phloem, as well as studies of phloem pri-miRNAs roles in regulation of gene expression.
maxima phloem sap transcriptome assembly included 96318 contigs. Sequences of C. melo pre-miRNAs annotated at miRBase [3] were downloaded in fasta format and used as queries for BLAST [4] searches for C. maxima assembled contigs containing related sequences. In order to obtain coverage values, primary reads were aligned with assembled contigs using Bowtie2 [5] .
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